ABSTRACT Enterococcus faecalis is known to cause a variety of nosocomial infections, including urinary tract infections. Antibiotic resistance and virulence properties in this species are of public concern. The draft genome sequences of six E. faecalis strains isolated from clinical and environmental sources in Malaysia are presented here.
strain S12 was found to have a tetracycline resistance gene (tetM) with a MIC value of 32 g/mL (3). In addition, all six strains harbor genes coding for virulence factorsgelatinase production (gelE), endocarditis antigen (efaA), collagen adhesion (ace), and biofilm-associated pili (eep)-that are associated with adherence and invasion of the host tissue among enterococcal strains (9) . Genes ebpC and ebpR, which are also biofilm-associated virulence factors, were identified in all strains except S16 and S15, respectively.
Accession number(s).
The whole genome shotgun project of E. faecalis strains S12, S13, S14, S15, S16, and S17 have been deposited in DDBJ/ENA/GenBank under the accession numbers listed in Table 1 .
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